Immunomodulation is the process of alteration in immune response due to foreign intrusion of molecules inside the body. Along with the available drugs, a large number of herbal drugs are promoted in traditional Indian treatments, for their immunomodulating activity. Natural coumarinolignoids isolated from the seeds of Cleome viscose have been recognized as having hepatoprotective action and have recently been tested preclinically for their immunomodulatory activity affecting both cell-mediated and humoral immune response. To explore the immunomodulatory compound from derivatives of coumarinolignoids, a quantitative structure activity relationship (QSAR) and molecular docking studies were performed. Theoretical results are in accord with the in vivo experimental data studied on Swiss albino mice. Immunostimulatory activity was predicted through QSAR model, developed by forward feed multiple linear regression method with leave-one-out approach. Relationship correlating measure of QSAR model was 99% (R 2 = 0.99) and predictive accuracy was 96% (RCV 2 = 0.96). QSAR studies indicate that dipole moment, steric energy, amide group count, lambda max (UV-visible), and molar refractivity correlates well with biological activity, while decrease in dipole moment, steric energy, and molar refractivity has negative correlation. Docking studies also showed strong binding affinity to immunomodulatory receptors.
Immunomodulation is the process of alteration in immune response due to foreign intrusion of molecules inside the body. It can be either immunostimulative or immunosuppressive. Along with the available drugs, a large number of herbal drugs are mentioned in Ayurveda (a traditional system of Indian medicine), for their immunomodulating activity. [1] [2] In the past, living and attenuated microorganisms' autologous and heterologous proteins and injections of animal organ preparations were used with the aim of restoring an impaired defense mechanism. At present thymus peptides and other biological response modifiers (BRM) (eg, interferon, interleukines), synthetic low molecular weight compounds (eg, Levamisole), chemically modified nucleotides, polysaccharides from fungi (eg, Lentinan), and, especially in Europe and Asia, some plant extracts, are also used for the same purpose.
Many medicinal plant products have been reported to show immunomodulatory effects, such as barberin, boswellic acid, aristolochic acid, cichoric acid, and plumbagin. 2 Natural coumarinolignoids are also among the biologically active compounds which have shown promising immunomodulatory activity affecting both cell mediated and humoral immune response. [3] [4] [5] Cleomiscosins are the natural coumarinolignoids extracted from an annual herb Cleome viscosa (syn. C. icosandra), a common weed of the family Capparidaceae and they have been used in the traditional systems of Indian medicine. Considerable phytochemical work on different parts of this plant have been studied well. [3] [4] [5] These are newly identified class of natural products in which a lignan group (C 6 C 3 unit) is linked with a coumarin moiety through a dioxane bridge. 5 Coumarinolignoids belong to the cycloalkylpropanoic acid class of compounds. Attachment of a phenylpropane unit with a polyphenolic compound through a dioxin bridge was earlier witnessed in the flavono-lignoid, silybin, xanthono-lignoid, and kielcorin. 5 Cleomiscosins are the members of coumarino-lignoids and represent a new class of lignans called coumarinolignans. The isolated compounds showed immunomodulatory effect on Swiss albino mice, weighing 16-21g with LD 50 value .100 µM/L for racemic mixture of three cleomiscosin molecules viz., A, B, and C. 4 In the present study, we screen out potential anti-inflammatory and immunomodulatory compound cleomiscosin-B from the isolated racemic mixture of three cleomiscosin isoforms through quantitative structure activity relationship (QSAR) and molecular docking studies. On the basis of binding affinity energy, possible immunomodulatory receptors were identified. For the structural activity relationship, a multiple linear QSAR regression model was developed which successfully establishes the immunomodulatory activity of coumarinolignoids in accord with the in vivo experimental data. 4 QSAR modeling also furnishes the activity dependent structural descriptors and predicts the effective dose of other derivatives, thereby suggesting the possible toxicity range. The relationship correlating measure of QSAR model was 99% (R 2 = 0.99) and predictive accuracy was 96% (RCV 2 = 0.96). Druggability of studied compounds was evaluated using Lipinsky's 'Rule of Five' and in silico ADME analysis through bioavailability filters. QSAR studies indicate that dipole moment, steric energy, amide group count, lambda max UV-visible, and molar refractivity correlate well with anti-inflammatory and immunomodulatory activity. These results could offer useful references for understanding mechanisms and directing the molecular design of lead compounds with improved immunomodulatory activity.
Materials and methods isolation and in vivo immunomodulatory activity of coumarinolignoids
The chemical and structural determination of studied coumarinolignoid derivatives from C. viscosa have been studied using IR Spectra and nuclear magnetic resonance (NMR) techniques. Isolation and in vivo anti-inflammatory and immunomodulatory activity of coumarinolignoids from C. viscosa seeds have been carried out in the past by Bawankule et al. 4 Anti-inflammatory and immunomodulatory activity of coumarinolignoids was studied in a lipopolysaccharide-(LPS) induced toxicity model in Swiss albino mice, weighing 16-21 g. Proinflammatory mediators such as cytokines, interleukin-6 (IL-6), or tumor necrosis factor-α (TNF-α) and nitric oxide (NO) were estimated from culture supernatant obtained from peritoneal macrophages stimulated by LPS and anti-inflammatory mediator IL-4 was estimated from culture supernatant obtained from spleenocytes stimulated by concavalin-A (Con-A). For further confirmation, expressions of inflammatory mediators from serum and mortality rate were studied in an LPS-induced toxicity model in mice. Proinflammatory mediator's expression was significantly decreased in the treatment group in a dose-dependent manner, whereas the anti-inflammatory mediator expression was significantly increased at 10 mg/kg treatment. Mortality rate was also significantly reduced in the treatment group in the LPS-induced toxicity model. 4 structure cleaning, optimization, and molecular docking
The structures of coumarinolignoid derivatives were constructed using the Scigress Explorer v7.7.0.47 (Fujitsu Ltd., Tokyo, Japan) workspace module. The optimization of the cleaned molecules was done through MO-G computational application that computes and minimizes an energy related to the heat of formation. The MO-G computational application solves the Schrodinger equation for the best molecular orbital and geometry of the ligand molecules. The augmented Molecular Mechanics (MM2/MM3) parameter was used for optimizing the molecules up to its lowest stable energy state. This energy minimization is done until the energy change is less than 0.001 kcal/mol or the molecules are updated almost 300 times. However, the chemical structures of known drugs were retrieved through the PubChem compound database at NCBI (http://www.pubchem.ncbi.nlm.nih.gov). Crystallographic 3D structures of Human's target proteins were retrieved through Brookhaven protein databank (http://www. pdb.org). The valency and hydrogen bonding of the ligands as well as target proteins were subsequently satisfied through the Workspace module. Hydrogen atoms were added to protein targets for correct ionization and tautomeric states of amino acid residues such as His, Asp, Ser, and Glu. Molecular docking of the drugs and the isolated coumarinolignoid derivatives, especially cleomiscosin molecules (A, B, and C), with the immunomodulatory receptors was done using the Fast-DockManager and Fast-Dock-Compute engines available with the Project-leader module of Scigress Explorer (7.7.0.47; Fujitsu
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QsAr model development Ltd., Tokyo, Japan). For automated docking of ligands into the active sites we used genetic algorithm with a fast and simplified Potential of Mean Force (PMF) scoring scheme. [6] [7] PMF uses atom types which are similar to the empirical force fields used in Mechanics and Dynamics. A minimization is performed by the Fast-Dock engine which uses a Lamarkian genetic algorithm (LGA) so that individuals adapt to the surrounding environment. The best fits are sustained through analyzing the PMF scores of each chromosome and assigning more reproductive opportunities to the chromosomes having lower scores. This process repeats for almost 3,000 generations with 500 individuals and 100,000 energy evaluations. Other parameters were left to their default values. Structure-based screening involves docking of candidate ligands into protein targets, followed by applying a PMF scoring function to estimate the likelihood that the ligand will bind to the protein with high affinity or not.
7-8 selection of chemical descriptors for QsAr modeling
For identifying the immunomodulatory activity of the coumarinolignoid derivatives, QSAR study was performed. A total of 52 chemical properties (descriptors) were used for QSAR model development. A total of 61 drugs were involved and lethal dose was considered as the biological activity parameter of the compounds. Forward feed multiple linear regression mathematical expression was then used to predict the biological response of other derivatives. QSAR analysis is a mathematical procedure by which the chemical structures of molecules is quantitatively correlated with a well defined parameter, such as biological activity or chemical reactivity. For example, biological activity can be expressed quantitatively as in the concentration of a substance required to give a certain biological response. Additionally, when physicochemical properties or structures are expressed by numbers, one can form a mathematical relationship, or quantitative structure-activity relationship, between the two. The mathematical expression can then be used to predict the biological response of other chemical structures. QSAR's most general mathematical form is: Activity = f (physiochemical properties and/or structural properties)
A QSAR model attempts to find consistent relationships between the variations in the values of molecular properties and the biological activity for a series of compounds which can then be used to evaluate properties of new chemical entities. 9, 23 Before the novel compounds can be used as potential drugs, the prediction of toxicity/activity ensures the calculation of risk factors associated with the administration of that particular drug. A QSAR model ultimately helps in predicting these important parameters in the form of ED 50 or LD 50 values. Some of the important chemical descriptors used in multiple linear regression analysis are: atom count (all atoms), atom count (carbon), atom count (hydrogen), atom count (oxygen), bond count (all bonds), conformation minimum energy (kcal/mole), connectivity index (order 0, standard), connectivity index (order 1, standard), connectivity index (order 2, standard), dipole moment (debye), dipole vector X (debye), dipole vector Y (debye), dipole vector Z (debye), electron affinity (eV), dielectric energy (kcal/mole), steric energy (kcal/mole), total energy (Hartree), group count (amine), group count (carboxyl), group count (ether), group count (hydroxyl), group count (methyl), heat of formation (kcal/mole), HOMO energy (eV), ionization potential (eV), lambda max UV-visible (nm), lambda max far-UV-visible (nm), LogP, LUMO energy (eV), molar refractivity, molecular weight, polarizability, ring count (all rings), size of smallest ring, size of largest ring, and solvent accessibility surface area (Å 2 ).
In silico druggability and ADMe
For analyzing druggability, Lipinski's rule of five pharmacokinetics filter was used as a drug likeness test. 9 Briefly, this rule is based on the observation that most orally administered drugs have a molecular weight (MW) of 500 or less, a logP no higher than 5, five or fewer hydrogen bond donor sites, and 10 or fewer hydrogen bond acceptor sites (N and O atoms). In addition, the bioavailability of all derivatives or test compounds was assessed through topological polar surface area analysis. We calculated the polar surface area (PSA) by using termed topological PSA (TPSA), based on the summation of tabulated surface contributions of polar fragments (ChemAxon-Marvinview 5.2.6:PSA plugin). 10 Polar surface area (PSA) is formed by the polar atoms of a molecule. This descriptor was shown to correlate well with passive molecular transport through membranes and therefore allows prediction of transport properties of drugs and has been linked to drug bioavailability. Generally, passively absorbed molecules with a PSA . 140 Å 2 are thought to have low oral bioavailability. 11 Calculation of other important absorption, distribution, metabolism, and excretion (ADME) properties of studied compounds was done through QikProp software (version 3.2; Schrödinger, LLC, New York, NY).
Results and discussion chemical structure-activity relationship (sAr)
In the present work, 12 derivatives of natural coumarinolignoids were evaluated for their anti-inflammatory and immunomodulatory activity through QSAR, ADME, and docking studies. Later results were compared with experimental in vivo activity data, which suggest that only three derivatives of coumarinolignoids (compound 1a, 1f, and 2a) have good anti-inflammatory and immunomodulatory activity. Results of the SAR study suggest in compound 1a (cleomiscosin-A), the phenolic and alcoholic-OH groups in its molecule are responsible for its activity. 3 The presence of a coumarin moiety based on other SAR studies on cleomiscosin-A (1a) has already been well established.
3 Cleomiscosin-C (1f) has an extra -OMe group in the phenylpropanoid unit, and thus it showed less activity. It was found that the resonances for compound-1f were in good agreement with those for 1a, rather than those for 2a (cleomiscosin-B), especially in the chemical shifts for C-7', C-8', and C-9', which were most affected by the structural difference between 1f and 2f. Compound 1f is a racemic compound and therefore has the same structural framework as 1a. Compound 2a (cleomiscosin-B) is the position isomeric compound of 1a and shows striking resemblance with 1a in all its spectral properties, indicating a close structural similarity, thus become most active derivative. The two oxide linkages in compound 2a are at C-7 and C-8 as in 1a (Figures  1-3 ). Later in vivo immunomodulatory biological activity of these compounds was tested on Swiss mice. 4 Since in vivo activity was done on the racemic mixture of cleomiscosin A, B and C, compounds (compound 1a, 1f, and 2a), in the present work we tried to explore the most active compound in the mixture based on QSAR modeling, molecular docking, and in silico ADME analysis. Results indicate that all compounds produce significant anti-inflammatory and immunomodulatory activity similar to that of the standard drug aristolochic acid. Compound 2a (cleomiscosin-B) exhibits strong anti-inflammatory and immunomodulatory activity, while compound 1a (cleomiscosin-A) exhibits the least activity. In vivo dosedependent experimental data for immunomodulatory effect of studied compounds are summarized in Table 1 .
Quantitative structure-activity relationship (QsAr) modeling Structure activity relationship has been denoted by QSAR model showing significant activity-descriptors relationship accuracy of 99% (R 2 = 0.99) and activity prediction accuracy of 96% (RCV 2 = 0.96). A total of 61 drugs were used for QSAR modeling against 52 chemical descriptors. Only five descriptors were found to be significant and seem to be responsible for in vivo immunomodulatory activity (Table 2) . A forward feed multiple linear regression QSAR model was developed using leave-one-out approach for the prediction of biological activity of cleomiscosin molecules. Anti-inflammatory and immunomodulatory drugs fit well into this correlation, which intuitively seems very reasonable. Results indicate that variations in stereochemistry do not markedly affect the binding energy of ligand and receptor. Therefore, we looked for a simpler descriptor for the prediction of biological in vivo activity for studied class of compounds. QSAR studies indicate that dipole moment, steric energy, amide group count, lambda max (UV-visible), and molar refractivity correlate well with biological activity ( Table 2 Since experimental in vivo activity was reported for racemic mixture of three cleomiscosin molecules A, B, and C (1a, 2a, and 1f) ie, 100 mg/kg (Table 1) , we therefore aimed to predict the activity of each compound separately through QSAR modeling and identify the most active compound. We successfully developed the QSAR model for both antiinflammatory and immunomodulatory activity. More than 50 known drugs with reported anti-inflammatory as well as immunomodulatory activity were included in the training data set for comparison and evaluation of prediction accuracy of QSAR model. Results showed that predicted activity of cleomiscosin molecules (A, B, and C) were comparable with experimental activity. Results indicate that cleomiscosin-B (2a) had higher immunomodulatory activity than cleomiscosin-C (1f) and cleomiscosin-A (1a). Moreover, based on the results of molecular docking, cleomiscosin-B showed much better binding energy with immunomodulatory receptors, and is therefore considered as the most active compound in the coumarinolignoids mixture. We also checked the compliance of isolated compounds to Lipinski 
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Yadav et al rule-of-five for drug likeness (Table 3) . Results indicate that isolated compounds follow most of the ADME properties, thus leading to a good drug candidate for anti-inflammatory and immunomodulatory activity (Table 4 ). This helped in establishing the pharmacological activity of these isolated novel compounds for their use as potential drugs. Moreover, when we calculated the topological polar surface area (TPSA) as a chemical descriptor for passive molecular transport through membranes, results showed higher TPSA of isolated compounds than standard drugs but within acceptable range (Table 3) . TPSA allows for prediction of transport properties of drugs and has been linked to drug bioavailability. Generally, it has been seen that passively absorbed molecules with a TPSA . 140 Å 2 are thought to have low oral bioavailability. 11 On the basis of bioavailability scores, we concluded that isolated compounds have marked immunomodulatory activity but lower bioavailability as compared to standard drugs. Isolated compound cleomiscosin-B (2a) and cleomiscosin-C (1f) showed comparatively low TPSA than cleomiscosin-A (1a).
Binding affinity of coumarinolignoids for immunomodulatory receptors
The effect of coumarinolignoids when studied in Swiss albino mice for anti-inflammatory and immunomodulatory activity showed a significant decrease in the expression of pro-inflammatory mediators such as IL-6, TNF-α, and nitric oxide in a dose-dependent manner. Also the expression of immunomodulatory mediator IL-4 was found to increase with cleomiscosin A, C, and B (1a, 1f, and 2a) administration. The expressions of inflammatory mediators from serum and mortality rate were studied in an LPSinduced acute inflammation model. 4 We predicted the orientations and binding affinities of caumarolignoids with proinflammatory proteins and others with the aim of determining which units interact better. We know that the innate immune recognition is mediated by a structurally diverse set of receptors that belong to several distinct protein families. Among them are humoral proteins circulating in the plasma, endocytic receptors expressed on the cell surface, and signaling receptors that can be expressed either on the cell surface or intracellularly. 12 The proinflammatory cytokines such as IL-1, IL-6, or TNF-α have been found to contribute to a variety of inflammatory condition such as ischemic tolerance, 13 rheumatoid arthritis, 14 nephritis, 15 and liver diseases. 16 Nitric oxide generated through inducible NO synthase (iNOS) enzymatic activity has been found to be participating in various 17 TLRs are mediators of various cell mediated and humoral immune response caused by different agents or TLR specific ligands. Different TLRs have been found to respond to variety of pathogen-associated molecular pattern (PAMP) such as microbial agents, viral proteins, RNA, CpG DNA, bacterial lipopolysaccharides (LPS), and peptidoglycan. Signaling through TLRs results in inflammatory reactions mediated by various cytokines such as TNF-α, IL-6, IL-8, and IL-1ß. The inhibitors of TLR mediated signaling of inflammatory reactions are the decoy receptors, signaling inhibitors, and immunomodulatory cytokines (IL-4, IL-10, and IL-13). [13] [14] [15] [16] [17] [18] Additionally, cluster of differentiation (CD) plays a very important role in the various immunological cascades of reactions and acts as a costimulatory signaling molecule for the activation of several lymphocytes. This activity is responsible for producing numerous immune responses such as production of T-helper cells, T-cytotoxic cells, macrophage activation, and antibody production. [19] [20] [21] [22] Results of molecular docking were comparable with the experimental results, 4 which suggest that proinflammatory mediator expression was significantly decreased in the coumarinolignoids treatment group in dose dependent manner. This suggests that oral administration of coumarinolignoids inhibits the proinflammatory mediators and enhances the production of the immunomodulatory mediator (Table 5 ; Figures 4-6 ).
Conclusion
Molecular modeling calculations accompanied by in vivo experimental data on Swiss albino mice were used to predict potential immunomodulatory compounds among natural coumarinolignoids namely, cleomiscosin-A (1a), cleomiscosin-C (1f), and cleomiscosin-B (2a) isolated from C. viscosa seeds. The obtained results indicate that all studied compounds possess significant anti-inflammatory and immunomodulatory activity after oral administration and that cleomiscosin-B possess higher immunomodulatory activity comparable to standard drugs eg, Levamisole and cyclophosphamide. The QSAR analysis established the immunostimulatory activity of the cleomiscosin molecules in a dose dependent manner, which is in accord with the in vivo data. Results of molecular docking combined with in vivo data for inhibition of the human proinflammatory mediators suggest that compound cleomiscosin-B is preferentially more active than others with strong binding affinity to most of the immuno-modulatory receptors. 
